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Abstract
Goats are one of the most widespread farmed animals across the world; however, their migration route to East Asia and
local evolutionary history remain poorly understood. Here, we sequenced 27 ancient Chinese goat genomes dating from
the Late Neolithic period to the Iron Age. We found close genetic affinities between ancient and modern Chinese goats,
demonstrating their genetic continuity. We found that Chinese goats originated from the eastern regions around the
Fertile Crescent, and we estimated that the ancestors of Chinese goats diverged from this population in the Chalcolithic
period. Modern Chinese goats were divided into a northern and a southern group, coinciding with the most prominent
climatic division in China, and two genes related to hair follicle development, FGF5 and EDA2R, were highly divergent
between these populations. We identified a likely causal de novo deletion near FGF5 in northern Chinese goats that
increased to high frequency over time, whereas EDA2R harbored standing variation dating to the Neolithic. Our findings
add to our understanding of the genetic composition and local evolutionary process of Chinese goats.
Key words: Chinese goats, ancient DNA, population genomics, adaptation, FGF5, EDA2R.
Introduction
As one of the most widespread and adaptable farm animals,
goats inhabit a wide agroecological niche spanning all con-
tinents. In China, there are 138 million goats, which are dis-
tributed among 58 indigenous breeds adapted to various
agroclimatic conditions (Du 2011; Skapetas and Bampidis
2016). Due to marked differences in climate, China is often
partitioned into a northern and a southern region bounded
by the Qinling Mountains-Huaihe River line, which approx-
imates the 0 C January isotherm and 800 mm isohyet (Jian
et al. 2012). Northern China has a relatively cold and dry
climate, whereas southern China is relatively hot and humid
(Jian et al. 2012). Goats in northern and southern China cor-
respondingly evolved a series of distinct morphological traits
(Du 2011). For example, goats in northern China, the main
breeding area for cashmere goats, have an extraordinarily
dense coat of hair and a more compact body conformation
than those in southern China (Liu and Feng 1993; Hai-zhi et al.
2001). These local adaptations of northern and southern
goats provide an opportunity to study fine-scale environmen-
tal adaptation under the framework of domestication.
Understanding the evolutionary genomics behind such
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adaptations can help animal husbandry meet the challenges
of global climate change.
A recent paleogenomic study indicated three distinct
Neolithic goat populations around the Fertile Crescent, which
contributed differentially to modern goat populations. These
include the Neolithic West (Anatolia and the Balkans),
Neolithic East (Iran and Turkmenistan), and Neolithic
Levant (Jordan and Israel) populations (Daly et al. 2018).
However, the origin, genetic turnover, and differentiation of
Chinese goats are not well studied at the genomic level.
Morphology-based archeological studies show that Chinese
domestic goats may have been introduced from the Eurasian
steppe to China by the early second millennium BC, concur-
rent with the gradual cooling and aridification of northern
China, which increased the availability of grazing (Liu and
Chen 2012a). This time period also included increasing con-
tact between Chinese and Eurasian agricultural civilizations
(Yuan et al. 2008; Liu and Chen 2012b). The geographical
origin of Chinese goats and the process of their adaptive
differentiation are still not clear, however, due to the lack of
ancient genomic evidence. Although the origin of Chinese
goats has been studied based on mitochondrial sequences
(Chen et al. 2005; Han et al. 2010), such studies have severe
limitations due to the reduced information content of single-
locus analyses.
Time-stamped ancient DNA data can help clarify historical
selection processes and provide direct evidence of the geno-
mic dynamics experienced by populations. In this study, we
generated genomic data from goat remain dated to3,900–
450 years before the present (YBP) from nine archeological
sites in China. By comparing the published data on ancient
and modern goats, the origin and genetic differentiation of
Chinese goats were investigated.
Results
Genome Sequencing of Ancient Goats
We generated genome-wide data from 27 sets of Chinese
ancient goat remains (table 1), including three sets of goat
remains from the Shimao site of the Late Neolithic period
(3,900 YBP), 16 from six Bronze Age sites (2,700–2,500
YBP), and eight from two Iron Age sites (650–450 YBP)
(fig. 1a, supplementary figs. S1, S2 and tables S1, S2,
Supplementary Material online). Notably, the Shimao goats
represent the oldest known Chinese archaeological samples.
We analyzed these data in combination with 54 previously
reported ancient goat whole-genome sequencing data sets
Table 1. Sample Information of All Ancient Chinese Goats
ID Site Date (YBP) Sex Mt Hap Cov. Auto Cov. Mt
SMG04 Shimao 3,900 M A 0.013 2.788
SMG05 Shimao 3,900 F A 0.007 2.342
SMG07* Shimao 3,900 M B 0.036 8.208
SMG10 Shimao 3,900 M A 0.097 4.067
SMG11* Shimao 3,900 M C 0.020 9.730
MZG20 Muzhuzhuliang 2,740–2,680 F A 1.051 41.872
MZG28 Muzhuzhuliang 2,700 F A 0.024 3.344
MZG29 Muzhuzhuliang 2,700 F A 0.181 15.586
MZG34 Muzhuzhuliang 2,700 F A 0.092 5.273
MZG38 Muzhuzhuliang 2,700 F A 0.105 8.602
BG1 Xinzhouyaozi 2,500 F B 0.067 45.689
BG2 Xinzhouyaozi 2,500 F A 0.204 78.515
BG3 Xinzhouyaozi 2,500 M A 0.118 72.911
BG4 Xinzhouyaozi 2,500 F D 0.059 34.689
LSM11 Xiaoshuanggucheng 2,500 F A 0.366 91.485
WDH03 Wangdahu 2,500 F A 0.732 62.431
WDH05 Wangdahu 2,500 F A 0.575 108.729
WDH06* Wangdahu 2,500 F A 8.106 567.882
WDH08 Wangdahu 2,500 M A 0.038 2.824
JLS05 Jiulongshan 2,500 F C 0.047 2.606
JLS06 Jiulongshan 2,500 F D 0.354 29.336
ZZ01 Zhongzhuang 2,500 F B 0.135 4.226
YJL01 Yanjialiang 650 F A 7.350 661.325
YJL02* Yanjialiang 670–625 M A 13.439 455.267
GTM01 Tianxi 438–350 F B 0.051 3.439
GTM02 Tianxi 524–435 F B 0.099 13.702
GTM03 Tianxi 473–308 F A 1.524 285.982
GTM04 Tianxi 450 F B 0.020 3.629
GTM06 Tianxi 450 M B 0.202 107.890
GTM08 Tianxi 450 F B 0.181 57.152
GTM11 Tianxi 450 F B 0.189 57.842
NOTE.—Samples marked with an asterisk were previously published (Zheng et al. 2020). “Mt Hap,” mitochondrial haplogroup; “Cov. Auto,” mean depth of coverage across
autosomes; “Cov. Mt,” mean depth of coverage across mitochondria. Calibrated radiocarbon dates are shown in bold with 95.4% confidence interval. Dates in plain text are
estimated from the archaeological context or the radiocarbon dates from the same site (Supplementary Material online). Note that the majority of Muzhuzhuliang belong to
the Longshan culture, similar to the Shimao site, while a few remains are more recent. Five Muzhuzhuliang samples were collected in this study. One of them, MZG20, was
radiocarbon dated to ~2700 YBP. Therefore, the other four samples in this site without radiocarbon-dated are also marked as ~2700 YBP (Supplementary Material online).
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from the Fertile Crescent (Daly et al. 2018) (supplementary
table S3, Supplementary Material online) and China (Zheng
et al. 2020) (supplementary table S2, Supplementary Material
online). We also added resequencing data from 177 present-
day goats around the world (Dong et al. 2015; Alberto et al.
2018; Zheng et al. 2020) (supplementary table S4,
Supplementary Material online). All the modern samples
were assigned to six geographical groups according to their
locations, including Africa (AFR), Europe (EUR), Southwest
Asia (SWA), South Asia (SAS), northern China (NC, including
13 breeds), and southern China (SC, including 13 breeds)
(supplementary table S5, Supplementary Material online).
The Origin of Chinese Goats
To explore the global genetic structure of goats, we per-
formed principal component analysis (PCA) on all the mod-
ern populations and projected ancient goats onto those
components. The modern samples were divided into geo-
graphic subgroups, with the Asian, European, and African
samples representing three distinct apices (fig. 1b, supple-
mentary fig. S3, Supplementary Material online). All the an-
cient Chinese goats clustered with modern Chinese goats,
demonstrating their genetic continuity from the Late
Neolithic to the present. To explore the Neolithic origin of
Chinese goats, we also investigated the relationships between
Chinese goats and the three Neolithic populations around
the domestication center. Our results showed that both mod-
ern and ancient Chinese goats cluster with the Neolithic pop-
ulation from the eastern part of the Fertile Crescent
(Neolithic East) (fig. 1b). These relationships were also con-
firmed by the phylogenetic tree (supplementary fig. S4,
Supplementary Material online).
To further determine the origin of Chinese goats, we then
used D statistics to measure the genetic affinities among all
FIG. 1. The genetic origin of Chinese goats. (a) Locations and ages of all ancient samples used in this study. All ancient Chinese goats are labeled, and
the numbers of genomes reported are in parentheses. (b) Principal component analysis (PCA) with modern globally distributed goats, ancient
Chinese goats, and Neolithic goats around the Fertile Crescent. (c) Allele sharing between Chinese goats and Neolithic goats around the Fertile
Crescent. A negative D statistic indicates a higher level of allele sharing between Chinese goats and Neolithic East goats. (d) Allele sharing between
Chinese goats and ancient goats from different time periods in the eastern Fertile Crescent. A negative D statistic indicates a higher level of allele
sharing between Chinese goats and Chalcolithic Iranian goats. Standard errors are shown with bars. Statistics with a jZ scorej<2 are shown with
unfilled symbols.
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Chinese goats and the Neolithic goats around the Fertile
Crescent (fig. 1c). As with the above analyses (fig. 1b and
supplementary fig. S4, Supplementary Material online),
among the three Neolithic populations around the Fertile
Crescent, both ancient and modern Chinese goats show
the highest level of allele sharing with Neolithic East goats
(fig. 1c). Furthermore, among eastern Fertile Crescent goats
from different periods, samples from 7,000 to 6,000 YBP
(Chalcolithic period) show more genetic affinity with Chinese
goats (fig. 1d and supplementary fig. S5, Supplementary
Material online), and Chinese goats have a closer genetic af-
finity with these ancient goats than with other contemporary
goats (supplementary fig. S6, Supplementary Material online).
The Genetic Differentiation of Chinese Goats
To focus on the diversity within China, we then performed
phylogenetic analysis and PCA using only Chinese goats. The
phylogenetic analyses using modern Chinese goats and three
ancient samples (YJL01 and YJL02 from Yanjialiang, WDH06
from Wangdahu) with at least 7 coverage (7.350,
13.439, and 8.106, respectively) show that ancient
Chinese goats are basal to the lineage of all Chinese goats,
whereas modern Chinese goats form a monophyletic group
with a north–south structure (fig. 2a). This topology was
supported by PCA with additional ancient samples, including
low-depth samples. All the ancient Chinese goats were lo-
cated in the center of the modern Chinese goats, and the first
component was driven by the difference between NC and SC
(fig. 2b), which also coincides with the results of the
fineSTRUCTURE and TreeMix analysis (supplementary figs.
S7 and S8, Supplementary Material online). We then calcu-
lated the nucleotide diversity (hp) within each group and the
inbreeding coefficient (F) for each individual (supplementary
figs. S9 and S10, Supplementary Material online). The results
showed that modern SC has lower diversity (Student’s t-test
P¼ 2.14 1024) and a higher inbreeding coefficient
(Student’s t-test P¼ 0.0035) than NC. The divergence time
between NC and SC as estimated by diffusion approximations
for demographic inference (@a@i) was 3,013 YBP (1,947–
6,059 YBP, 95% CI) (supplementary fig. S11, Supplementary
FIG. 2. Genetic differentiation in Chinese goats. (a) Neighbor-Joining (NJ) tree of the Chinese goat population, only modern samples and three
ancient (YJL01, YJL02, and WDH06) Chinese goats with at least 3 coverage were included. (b) Principal component analysis (PCA) including all
Chinese goats. The ancient samples were projected onto the axes computed using modern populations. All modern samples are represented with
crosses, and ancient samples are shown with other symbols according to their age. (c) Mitochondrial haplogroup distributions in different Chinese
goat groups. (d) In each test X (Y, Z), a positiveD statistic indicates a higher level of allele sharing between X and Z, whereas a negative one indicates
a higher level of allele sharing between X and Y. Points with a jZ scorej >2 are colored in green. (e) Outgroup f3 statistics for the shared genetic
history between ancient Shimao goats and modern Asian goats. Higher f3 values represent a closer genetic affinity with Shimao. The average
temperature in January is also shown.
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Material online). These results confirmed that modern
Chinese goats were mainly descended from ancient Chinese
goats with a subsequent north–south separation.
The genetic differentiation within Chinese goats is also
reflected in mitochondrial DNA. The maternal phylogenetic
analysis showed that ancient Chinese goats were highly di-
verse, with four haplogroups (58% A, 29% B, 6% C, and 6% D)
(fig. 2c). This diverse mtDNA gene pool has existed since the
Late Neolithic, with three haplogroups (A–C) found in
Shimao (supplementary fig. S12, Supplementary Material on-
line). In modern Chinese goats, SC has a similar haplotype A
frequency (61%) to that of ancient Chinese goats, which is
significantly lower than that of NC (92%, Fisher’s exact test
P¼ 0.02) and the previously reported worldwide haplogroup
A frequency (Naderi et al. 2007) (fig. 2c). The remaining SC
goats fall within the B haplogroup, with a significantly higher
frequency than that of NC (Fisher’s exact test P¼ 0.01)
(fig. 2c).
We then calculated outgroup f3 statistics to measure the
genetic affinities between the global population of ancient
goats and modern Chinese goats. The results showed that
among all ancient populations, modern Chinese goats have
higher genetic affinity to ancient Chinese goats (supplemen-
tary fig. S13, Supplementary Material online), which further
corroborates the genetic continuity of Chinese goats rather
than indicating population turnover due to immigration.
However, compared with SC, NC exhibited less allele sharing
with ancient Chinese goats from all periods (fig. 2e and sup-
plementary fig. S14, Supplementary Material online), and this
result was also supported by D statistics (supplementary fig.
S15, Supplementary Material online). To detect possible gene
flow between modern Chinese and non-Chinese populations,
we calculated D statistics (Outgroup, X; NC/SC, Shimao) us-
ing modern global goats as the query population (X) (fig. 2d).
The results show that EUR shares more alleles with NC than
with Shimao and SC (fig. 2d). Furthermore, we used an ap-
proximate Bayesian computation (ABC) approach to com-
pare four demographic scenarios with or without gene flow
from EUR to NC (supplementary fig. S16, Supplementary
Material online). The results show that the admixed model
has a high posterior probability (0.89), in line with the D
statistics, suggesting that NC may be affected by gene flow
from EUR.
Local Adaptation by Selective Sweeps
Northern and southern Chinese goats inhabit divergent envi-
ronments and have separated with respect to both genotype
and phenotype (Du 2011). For example, 11 of the 19 local
goat breeds in northern China are cashmere-producing,
whereas none of the 39 southern breeds are cashmere-pro-
ducing (Du 2011). To gain insight into the genetic basis of the
north–south divergence in modern Chinese goats, we next
scanned for selection signatures separately in NC and SC. We
calculated FST and the hp ratio between NC and SC and used
an outlier approach to identify genomic regions undergoing
selective sweeps in these two groups. A total of 24 selective
sweep regions spanning 33 candidate genes were identified
(supplementary fig. S17 and table S6, Supplementary Material
online). The top two FST outliers contained two genes,
Fibroblast Growth Factor 5 (FGF5) on chromosome 6 and
Ectodysplasin A2 Receptor (EDA2R) on chromosome X
(fig. 3a), both of which are related to the development of
hair follicles (Botchkarev and Fessing 2005; Zhang et al. 2009;
Wang, Cai, et al. 2016). Furthermore, several other genes that
show high selection signals are plausibly related to environ-
mental adaptation. For example, MAGED1 (selected in NC)
can bind to nuclear receptor RORa and thereby affect circa-
dian clock function (Wang et al. 2010). CDC25A (selected in
SC) is related to body size in goats (Wang, Liu, et al. 2016).
SPAG17 (selected in NC) is associated with human adult
height (Weedon et al. 2008), and a known mutation can
produce mice with significantly shorter hindlimb length
(Teves et al. 2015), consistent with selection for contracted
limbs in cold-adapted populations (Allen 1877).
The strongest selection signal found on the autosomes
(chromosome 6: 95,400–95,640 kb) harbors the FGF5 gene
(fig. 3a), which is related to the regulation of hair length in
mice, dogs, and humans (Mizuno et al. 2011; Dierks et al. 2013;
Higgins et al. 2014). In goats, a previous CRISPR/Cas9-
mediated animal experiment showed that the disruption of
FGF5 resulted in more secondary hair follicles and longer
fibers, resulting in increased cashmere production (Wang,
Cai, et al. 2016). We validated the expression of FGF5 in the
outer root sheaths of follicles in cashmere goats by immuno-
histochemical experiments (supplementary fig. S18,
Supplementary Material online). Therefore, FGF5 appears to
negatively regulate the development of hair follicles.
To identify the potential causal mutation around the
FGF5 locus, we inspected all of the divergent mutations
between NC and SC. There were no missense mutations
in coding regions, but a 504-bp (chromosome 6:
95,454,685–95,455,188 bp) deletion was detected 14
kb downstream of FGF5 (fig. 3b). The frequency of this
deletion was high in NC (83.3%) but much lower in other
Asian goats (SC: 8.3%, SAS: 16.7%, SWA: 2.8%). This de-
letion is absent in European and African goats, as well as
in all bezoars (Capra aegagrus) (fig. 3c). Furthermore, all
19 Chinese cashmere goats in this study carried this mu-
tation, with 14 homozygous animals and 5 heterozygous
animals. Notably, none of the ancient goats collected in
this study (in China and the Near East regions) were
found to harbor this deletion (supplementary note 15,
Supplementary Material online).
Multiple lines of evidence suggest that this deletion in NC
may have an enhancer function with regards to FGF5. It is
located in a highly conserved element across 100 vertebrate
species (Casper et al. 2018) and overlaps a H3K4Me1 peak
(usually enriched at enhancers [Rada-Iglesias 2018]) in NHEK
cells according to ENCODE (Encyclopedia of DNA Elements)
data (Rosenbloom et al. 2012) (fig. 3b). NHEK cells are derived
from normal human epidermal keratinocytes, which are used
to replace hair follicle cells. Furthermore, this deletion region
harbors three transcription factor binding sites (EP300, FOS,
and CEBPB) verified in the human genome (Wang et al. 2013),
of which FOS is associated with apoptotic cell death, possibly
controlling the hair follicle cycle (Fisher et al. 1991) (fig. 3d). To
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2103
D
ow
nloaded from
 https://academ
ic.oup.com
/m
be/article-abstract/37/7/2099/5824306 by Faculty of Life Sciences Library user on 07 July 2020
confirm this, we cloned this 504-bp deletion sequence into a
luciferase reporter vector (pGL3-Promoter) and transfected it
into goat (fig. 3e) and sheep (supplementary fig. S19,
Supplementary Material online) fibroblasts. The results
show that the FGF5 downstream sequence led to a significant
increase in luciferase expression (Student’s t-test
P¼ 2 104 and 2 105, respectively) compared with
the promoter-only construct (fig. 3e and supplementary fig.
S19, Supplementary Material online).
Another region with extremely high FST occurs on the X
chromosome at 17,915–18,539 kb (fig. 3a). Low hp and
Tajima’s D values confirmed this selective sweep in NC
(fig. 4a). This 624 kb region contained only one gene,
EDA2R (also known as XEDAR), which has been reported
to regulate primary hair follicle placode formation
(Botchkarev and Fessing 2005; Zhang et al. 2009) and is
associated with male pattern hair loss (Prodi et al. 2008).
The expression of EDA2R in northern Chinese cashmere
FIG. 3. Genome-wide selection scan. (a) Manhattan plot of the genome-wide distribution of pairwise FST between SC and NC using a 50-kb window
size and a 10-kb step size. The threshold of FST values is marked with a horizontal line. Windows selected in NC and SC are colored in blue and red,
respectively. (b) Selection signs around FGF5. FST based on single nucleotide polymorphisms (SNPs) is plotted as a line using a nonoverlapping 10-
kb sliding window. FST based on copy number variants (CNVs) is plotted as a rectangle. The conservation scores of 100 vertebrate species are shown
in green, and H3K4Me1 signals are shown in brown. (c) The frequency of the 504-bp deletion (chromosome 6: 95,454,685–95,455,188 bp) in each
population. (d) Sequence context of the 504-bp deletion in different species, showing deletion solely in the goat-mutant (goat-M) type. The black
rectangles indicate transcription factor binding sites. (e) Dual-luciferase assay using goat fibroblasts showing that the FGF5 downstream deletion
sequence enhanced the activity of luciferase. Data are shown as the mean 6 standard error. The P-value was calculated using Student’s t-test.
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goats exhibits a seasonal pattern, being mainly expressed
from August to October, and has a high correlation with
FGF5 expression (R2 ¼ 0.8, P¼ 0.007). It may, therefore, be
related to seasonal cold adaptation (supplementary fig.
S20, Supplementary Material online). The haplotype net-
work of the EDA2R-selected region showed two highly
divergent haplogroups in worldwide domestic goats
(fig. 4b). Of the NC individuals, 95.3% belong to one hap-
logroup (hereafter referred to as the NC-type). This hap-
lotype is also found in SC and SWA, but at lower
frequencies (36% and 57%, respectively). We traced the
emergence of the NC-type among all available ancient and
modern samples. At the early domestication stage, the
NC-type was already present in the eastern Fertile
Crescent (fig. 4b). Furthermore, the NC-type also existed
in Uzbekistan and Turkmenistan in the post-Neolithic pe-
riod. Using all the ancient Chinese samples, we observed
that the frequency of the NC-type in the Iron Age (78.6%)
was significantly higher than that in the Bronze Age
(33.3%) (Fisher’s exact test P¼ 0.009) (supplementary
fig. S21, Supplementary Material online). These results
suggest that the NC-type of EDA2R descended from an
ancestral standing variant >8,000 years old and then
spread into Asian goat populations (NC, SC, and SWA).
Discussion
Time-stamped ancient goat DNA data from China provide
novel opportunities to investigate the evolutionary origin and
genetic differentiation of Chinese goats. Our paleogenomic
analyses, including phylogenetic analysis using high-coverage
samples (fig. 2a) in addition to PCA and outgroup f3 using all
the ancient Chinese samples (figs. 1b and 2b and supplemen-
tary fig. S13, Supplementary Material online), demonstrate
the genetic continuity of Chinese goats from the Late
Neolithic to the present. In addition, among three distinct
Neolithic goat populations located around the domestication
center, Chinese goats have a closer genetic affinity with goats
in the eastern Fertile Crescent than with those in other
regions (fig. 1b and c), demonstrating that the Neolithic origin
of Chinese goats was the eastern Fertile Crescent.
Mitochondrial haplogroup A was mainly distributed in the
western regions around the Fertile Crescent in the Neolithic
period and then dispersed to other regions after the Neolithic
(Daly et al. 2018). The presence of haplogroup A at the
Shimao site (supplementary fig. S12, Supplementary
Material online) suggests that the ancestor of Chinese goats
likely left the eastern Fertile Crescent after the Neolithic pe-
riod. Furthermore, among the ancient goat populations of
different periods in the eastern Fertile Crescent, we observed
FIG. 4. Selective sweep region on the X chromosome. (a) Selection signals around EDA2R in X chromosome (NW_017189516.1). FST, hp, and
Tajima’s D were plotted as a line using a nonoverlapping 10-kb sliding window. (b) Haplotype network based on pairwise differences within the
selective sweep region (chrX: 17,915,001–18,539,000) in EDA2R.
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that goats from the Chalcolithic period show more genetic
affinity with Chinese goats than those from the Neolithic
(sample dates ranging 9,000–8,000 YBP) or Bronze Age
(sample dates ranging 4,400–3,900 YBP) (fig. 1d, supple-
mentary figs. S5 and S6, Supplementary Material online).
On the basis of the above, we propose that Chinese goats
are derived from a stock that separated from the eastern
Fertile Crescent population between 8,000 and 4,400 YBP,
roughly corresponding to the Chalcolithic period.
Modern Chinese goats showed north–south genetic dif-
ferentiation in both the nuclear (fig. 2a and b) and mitochon-
drial (fig. 2c) genomes, and southern Chinese goats
maintained a gene pool more similar to that of ancient
Chinese goats (fig. 2c–e). The gene flow from EUR into NC
(fig. 2d and supplementary fig. S16, Supplementary Material
online) may contribute to this divergence. The higher level of
allele sharing between goats in northern China and Europe, in
line with the north-to-south decline of European gene flow
observed in East Asian humans (Qin et al. 2015), suggested a
northern path of gene flow from Europe to East Asia. The
diffusion of goats with European ancestry into northern
China may be associated with the recent introgression of
Mongolian people into extensive areas of China (May
2012); this migration could also have been the driving force
behind the exotic introgression of Eurasian taurine cattle into
northern China (Chen et al. 2018).
By performing whole-genome selection scans, we analyzed
the genetic basis of the divergence between modern Chinese
goat populations. The top two divergent genes between NC
and SC, a primary hair follicle-related gene (EDA2R) and a
secondary hair follicle-related gene (FGF5) are both involved
in hair growth. FGF5 is an inhibitor of the hair anagen phase
and knocking out this gene can increase cashmere produc-
tion (Wang, Cai, et al. 2016). We reported a downstream
deletion of FGF5 that carries potential cis-regulatory enhancer
regions (fig. 3b, d, and e). This deletion was found in all
Chinese cashmere goats and had a high frequency in NC goats
compared with goats in other areas (fig. 3c). These results
indicate that this deletion may promote cashmere produc-
tion by reducing FGF5 expression.
Ancient DNA provides direct insight with which to clarify
historical selection processes. We searched for the source of
the FGF5 downstream deletion but did not find it in any of
the ancient samples (supplementary note 15, Supplementary
Material online). Although our sample size does not allow us
to exclude that the deletion did, in fact, exist in historical
times, our result is compatible with the deletion emerging
as a de novo mutation within the last 450 years. Therefore,
FGF5 may represent a case of rapid gain of function by cis-
regulatory element evolution, a process that has previously
been established in Yakutian horses (Librado et al. 2015). The
evolutionary trajectory of EDA2R is different. The NC-type of
EDA2R in Chinese goats appears to have descended from an
ancestral standing variant of ancient goats in the eastern
Fertile Crescent (fig. 4b) and then undergone a significant
increase in frequency in northern China during the Iron
Age (sample dates ranging 650–450 YBP) (supplementary
fig. S21, Supplementary Material online).
As wool is an important animal product with a long his-
tory of utilization by humans in China (Zhao and Jin 2007),
the evolution of both FGF5 and EDA2R is likely to have been
driven by artificial selection. Furthermore, the selected hap-
lotypes of these two genes emerged or increased roughly
contemporaneously with the period of large-scale cooling
in the Northern Hemisphere (supplementary fig. S22,
Supplementary Material online), known as the Little Ice
Age (600–300 YBP) (Mann et al. 2009). Hence, it is possible
that decreasing temperatures motivated an increase in artifi-
cial selection for wool production in the cooler northern parts
of China. This may represent a case of environmental change
strengthening the human-induced selection regime for wool
production traits. Such dynamic selection pressures during
domestication and husbandry is an interesting and under-
studied topic worthy of further investigation.
In conclusion, through an analysis of worldwide ancient
and modern goat genomes, we demonstrated that Chinese
goats are mainly descended from Chalcolithic eastern Fertile
Crescent goats with little genetic turnover from their first
arrival in China to the present day. Modern goats in southern
China in particular have retained a relatively archaic genetic
profile, whereas northern Chinese goats show shifts in both
nuclear and mitochondrial DNA over time. The two most
divergent genes between NC and SC are both related to hair
follicle development, and the evolutionary trajectories of
these genes were uncovered through ancient DNA. Our study
reveals the genetic origin and genetic differentiation of
Chinese goats and contributes to a new understanding of
the eastward dispersal of domesticated goats.
Materials and Methods
Ancient Samples Sequencing
DNA was extracted from 27 ancient bone and teeth samples
in a dedicated ancient DNA laboratory at Jilin University using
a modified silica-spin column method. A genomic DNA li-
brary was prepared from 55.5ml of ancient DNA using
NEBNext Ultra DNA Library Prep Kit for Illumina (New
England Biolabs Inc.). Then, all bar-coded libraries were se-
quenced on an Illumina HiSeq X Ten platform (paired-end
150 bp). Besides, we downloaded published genomic data of
worldwide modern and ancient goats from the NCBI deposit
(supplementary tables S3 and S4, Supplementary Material
online).
Processing and Alignment of Sequencing Reads
After a series of quality controls (supplementary note 3,
Supplementary Material online), the cleaned reads were
aligned against the most recent goat reference genome
(ARS1, GCF_001704415.1) (Bickhart et al. 2017) using BWA-
backtrack (BWA aln) algorithm (Li and Durbin 2010). The
DNA damage pattern was characterized using mapDamage
(Jonsson et al. 2013). The SNP calling was performed using
GATK (McKenna et al. 2010), and the genotype likelihoods
were estimated using ANGSD (Korneliussen et al. 2014). The
transition sites were excluded in ancient samples to minimize
the false-positive results.
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Population Genetics Analysis
For phylogenetic analysis, we use modern and ancient goats
with at least 3 sequence depth. MEGA X (Kumar et al. 2018)
was employed to construct the Neighbor-Join tree with 100
bootstraps (supplementary note 7, Supplementary Material
online). Then, iTOL (Letunic and Bork 2016) was used to
visualize the topological structure. We employed smartpca
implemented in the EIGENSOFT package to perform PCA
analysis (Patterson et al. 2006), using the “lsqproject” and
“autoshrink” options (supplementary note 6,
Supplementary Material online). The outgroup f3 statistics
were calculated using AdmixTools (Patterson et al. 2012)
and with Qazvin Bezoar (C. aegagrus) used as outgroup (sup-
plementary note 9, Supplementary Material online). The D
statistics were calculated via ANGSD (Soraggi et al. 2018) with
argali (Ovis ammon) as the outgroup (supplementary note 9,
Supplementary Material online).
Demographic History Analyses
We inferred the demographic history for Chinese goats using
@a@i (Gutenkunst et al. 2009). The site frequency spectra
used in @a@i was computed from the total of 454 Mb se-
quence of the 11 NC and 11 SC (supplementary note 12,
Supplementary Material online). A simple model was fit first,
then the complexity of the model was increased gradually
(supplementary fig. S11, Supplementary Material online). The
best model was selected according to the likelihoods and
Akaike’s information criterion, and nonparametric bootstrap-
ping (100 times) was performed to determine the confidence
interval of each parameter. Furthermore, we compared four
hypothesized models (supplementary fig. S16, Supplementary
Material online) with three groups (EUR, NC and SC) using
ABC approach implemented in DIYABC (Cornuet et al. 2014).
We performed four million simulations for each scenario us-
ing 6,497 SNPs which thinned using a distance filter of interval
>50-kb and a rare SNP filter of MAF >0.05. All one-sample
and two-sample summary statistics were used.
Genome-Wide Selection Analysis
To detect regions under selection, several statistics including
FST, hp, and Tajima’s D were calculated with a 50-kb sliding
window and 10-kb step size via vcftools (Danecek et al. 2011).
The outlier windows with high FST value were first retained
(supplementary note 10, Supplementary Material online).
Then, according to the hp value in each group, we classified
the windows as being under selection in either NC or SC
(supplementary fig. S17, Supplementary Material online).
The X chromosome in the goat reference genome (ARS1)
was separated into two scaffolds: NW_017189516.1 and
NW_017189517.1. To avoid ambiguity, we concatenated
these two scaffolds into a continuous one
(NW_017189516.1 is before NW_017189517.1) in the
Manhattan plot (fig. 3a), referred to as X.
Immunohistochemistry Staining
According to the manufacturer’s instructions, Paraffin-
embedded tissue was deparaffinized, and then antigen re-
trieval was carried out by treatment with EDTA antigen repair
buffer (pH ¼ 9.0). Tissues were immersed in 3% hydrogen
peroxide for 25 min to eliminate the endogenous peroxidase
activity and blocked with blocking reagent in 3% BSA for a
further 30 min. Then, samples were incubated at 4 C over-
night in a humidified chamber with the following primary
antibody: FGF5 (rabbit, 1:300; Abcam, UK). After being
washed three times with PBS for 5 min each time, these
samples were treated with a secondary antibody (HRP
marker) for 50 min at room temperature. Later, samples
were rinsed several times with PBS, treated with DBA, coun-
terstained with hematoxylin, and imaged with light micros-
copy (supplementary fig. S18, Supplementary Material
online).
Dual-Luciferase Reporter Analysis
The CNV sequence downstream FGF5 gene of goats was am-
plified through PCR. Then the sequence was inserted into the
pGL3 luciferase reporter vector (Promega) and confirmed by
sanger sequencing. The transfection was performed using
TurboFect (R0531, Thermo Scientific, Waltham, USA). After
24 h of transfection, the activity of luciferase was measured
with the Dual-Luciferase Reporter Assay System (Promega).
Both goat and sheep fibroblast cells were used in this assay.
Each experiment was independently performed at least three
times (fig. 3e and supplementary fig. S19, Supplementary
Material online).
Supplementary Material
Supplementary data are available at Molecular Biology and
Evolution online.
Acknowledgments
This project was supported by grants from the National
Natural Science Foundation of China (31822052 and
31572381 to Y.J.), and the Fundamental Research Funds for
the Central Universities (Z109021506 to X.-H.W.), and the
Major Projects of the National Social Science Foundation of
China (17ZDA221 to D.C. and 18ZDA218 to S.H.), and by a
Villum Foundation Young Investigator grant (VKR023447 to
R.H.). We thank High-Performance Computing (HPC) of
Northwest A&F University (NWAFU) for providing comput-
ing resources.
Author Contributions
X.-H.W. and Y.J. conceived the project and designed the re-
search. Y.C. and Z.Z. performed the majority of analysis with
the contributions of W.F., Y.H., Y.L., X.-L.W., J.W., M.G., and
Z.Y., D.C., S.Z., Z.S., M.Y., J.W., and S.H. prepared the ancient
DNA samples. H.L. performed the dual-luciferase assay. Y.C.,
W.F., and X.-H.W. drafted the manuscripts with input from all
authors, and A.A., T.L., K.W., Y.C., R.H., and Y.J. revised the
manuscript.
References
Alberto FJ, Boyer F, Orozco-terWengel P, Streeter I, Servin B, de
Villemereuil P, Benjelloun B, Librado P, Biscarini F, Colli L, et al.
Evolutionary History and Origin of Cashmere-Producing Goats . doi:10.1093/molbev/msaa103 MBE
2107
D
ow
nloaded from
 https://academ
ic.oup.com
/m
be/article-abstract/37/7/2099/5824306 by Faculty of Life Sciences Library user on 07 July 2020
2018. Convergent genomic signatures of domestication in sheep and
goats. Nat Commun. 9(1):813.
Allen JA. 1877. The influence of physical conditions in the genesis of
species. Radic Rev. 1:108–140.
Bickhart DM, Rosen BD, Koren S, Sayre BL, Hastie AR, Chan S, Lee J, Lam
ET, Liachko I, Sullivan ST, et al. 2017. Single-molecule sequencing and
chromatin conformation capture enable de novo reference assem-
bly of the domestic goat genome. Nat Genet. 49(4):643–650.
Botchkarev VA, Fessing MY. 2005. Edar signaling in the control of hair
follicle development. J Investig Dermatol Symp Proc. 10(3):247–251.
Casper J, Zweig AS, Villarreal C, Tyner C, Speir ML, Rosenbloom KR,
Raney BJ, Lee CM, Lee BT, Karolchik D, et al. 2018. The UCSC
Genome Browser database: 2018 update. Nucleic Acids Res.
46(D1):D762–D769.
Chen N, Cai Y, Chen Q, Li R, Wang K, Huang Y, Hu S, Huang S, Zhang H,
Zheng Z, et al. 2018. Whole-genome resequencing reveals world-
wide ancestry and adaptive introgression events of domesticated
cattle in East Asia. Nat Commun. 9(1):2337.
Chen S-Y, Su Y-H, Wu S-F, Sha T, Zhang Y-P. 2005. Mitochondrial di-
versity and phylogeographic structure of Chinese domestic goats.
Mol Phylogenet Evol. 37(3):804–814.
Cornuet JM, Pudlo P, Veyssier J, Dehne-Garcia A, Gautier M, Leblois R,
Marin JM, Estoup A. 2014. DIYABC v2.0: a software to make approx-
imate Bayesian computation inferences about population history
using single nucleotide polymorphism, DNA sequence and micro-
satellite data. Bioinformatics 30(8):1187–1189.
Daly KG, Maisano Delser P, Mullin VE, Scheu A, Mattiangeli V, Teasdale
MD, Hare AJ, Burger J, Verdugo MP, Collins MJ, et al. 2018. Ancient
goat genomes reveal mosaic domestication in the Fertile Crescent.
Science 361(6397):85–88.
Danecek P, Auton A, Abecasis G, Albers CA, Banks E, DePristo MA,
Handsaker RE, Lunter G, Marth GT, Sherry ST, et al. 2011. The variant
call format and VCFtools. Bioinformatics 27(15):2156–2158
Dierks C, Mo¨mke S, Philipp U, Distl O. 2013. Allelic heterogeneity of FGF5
mutations causes the long-hair phenotype in dogs. Anim Genet.
44(4):425–431.
Dong Y, Zhang X, Xie M, Arefnezhad B, Wang Z, Wang W, Feng S, Huang
G, Guan R, Shen W, et al. 2015. Reference genome of wild goat
(Capra aegagrus) and sequencing of goat breeds provide insight
into genic basis of goat domestication. BMC Genomics 16(1):431.
Du L-X. 2011. Animal genetic resources in china: sheep and Goats. Beijing
(China): China Agriculture Press
Fisher C, Byers MR, Iadarola MJ, Powers EA. 1991. Patterns of epithelial
expression of Fos protein suggest important role in the transition
from viable to cornified cell during keratinization. Development
111(2):253–258.
Gutenkunst RN, Hernandez RD, Williamson SH, Bustamante CD.
2009. Inferring the joint demographic history of multiple pop-
ulations from multidimensional SNP frequency data. PLoS
Genet. 5(10):e1000695.
Hai-zhi J, Mo-nan L, Yu-jie L, Ning M. 2001. Study on the relationship
between ecological environment and the distribution and produc-
tive performance in Chinese Cashmere Goats. Ecol Domest Anim.
22:30–34. (in Chinese)
Han L, Yu H-X, Cai D-W, Shi H-L, Zhu H, Zhou H. 2010. Mitochondrial
DNA analysis provides new insights into the origin of the Chinese
domestic goat. Small Rumin Res. 90(1–3):41–46.
Higgins CA, Petukhova L, Harel S, Ho YY, Drill E, Shapiro L, Wajid M,
Christiano AM. 2014. FGF5 is a crucial regulator of hair length in
humans. Proc Natl Acad Sci USA. 111(29):10648–10653.
Jian Z, Xiao-ni L, Zhong-hou T, Quan-gong C. 2012. Mapping of the
north–south demarcation zone in China based on GIS. J Lanzhou
Univ (Nat Sci). 48:28–33. (in Chinese)
Jonsson H, Ginolhac A, Schubert M, Johnson PLF, Orlando L. 2013.
mapDamage2.0: fast approximate Bayesian estimates of ancient
DNA damage parameters. Bioinformatics 29(13):1682–1684.
Korneliussen TS, Albrechtsen A, Nielsen R. 2014. ANGSD: analysis of next
generation sequencing data. BMC Bioinformatics 15(1):356.
Kumar S, Stecher G, Li M, Knyaz C, Tamura K. 2018. MEGA X: molecular
Evolutionary genetics analysis across computing platforms. Mol Biol
Evol. 35(6):1547–1549.
Letunic I, Bork P. 2016. Interactive tree of life (iTOL) v3: an online tool for
the display and annotation of phylogenetic and other trees. Nucleic
Acids Res. 44(W1):W242–W245.
Li H, Durbin R. 2010. Fast and accurate long-read alignment with
Burrows–Wheeler transform. Bioinformatics 26(5):589–595.
Librado P, Der Sarkissian C, Ermini L, Schubert M, Jonsson H, Albrechtsen
A, Fumagalli M, Yang MA, Gamba C, Seguin-Orlando A, et al. 2015.
Tracking the origins of Yakutian horses and the genetic basis for their
fast adaptation to subarctic environments. Proc Natl Acad Sci USA.
112(50):E6889–E6897.
Liu L, Chen X. 2012a. Paleoclimate, paleoenvironment, and human adap-
tations. In: Yoffee N, editor. The archaeology of China: from the late
palaeolithic to the early bronze age. New York: Cambridge University
Press. p. 30–41.
Liu L, Chen X. 2012b. Domestication of animals. In: The archaeology of
China: from the late palaeolithic to the early bronze age. New York:
Cambridge University Press. p. 96–118.
Liu S, Feng X. 1993. Study on the bioclimatic law of Chinese goat. Ecol
Domest Anim. 14:10–15. (in Chinese)
Mann ME, Zhang Z, Rutherford S, Bradley RS, Hughes MK, Shindell D,
Ammann C, Faluvegi G, Ni F. 2009. Global signatures and dynamical
origins of the Little Ice Age and Medieval Climate Anomaly. Science
326(5957):1256–1260.
May T. 2012. The Mongol conquests in world history. London: Reaktion
Books
Mizuno S, Iijima S, Okano T, Kajiwara N, Kunita S, Sugiyama F, Yagami K.
2011. Retrotransposon-mediated Fgf5(go-Utr) mutant mice with
long pelage hair. Exp Anim. 60(2):161–167.
Naderi S, Rezaei H-R, Taberlet P, Zundel S, Rafat S-A, Naghash H-R, El-
Barody MAA, Ertugrul O, Pompanon F, Consortium for the E. 2007.
Large-scale mitochondrial DNA analysis of the domestic goat reveals
six haplogroups with high diversity. PLoS One 2(10):e1012.
Patterson N, Moorjani P, Luo Y, Mallick S, Rohland N, Zhan Y,
Genschoreck T, Webster T, Reich D. 2012. Ancient admixture in
human history. Genetics 192(3):1065–1093.
Patterson N, Price AL, Reich D. 2006. Population structure and eigena-
nalysis. PLoS Genet. 2(12):e190.
McKenna A, Hanna M, Banks E, Sivachenko A, Cibulskis K, Kernytsky A,
Garimella K, Altshuler D, Gabriel S, Daly M, et al. 2010. The genome
analysis toolkit: a MapReduce framework for analyzing next-gener-
ation DNA sequencing data. Genome Res. 20(9):1297–1303.
Prodi DA, Pirastu N, Maninchedda G, Sassu A, Picciau A, Palmas MA,
Mossa A, Persico I, Adamo M, Angius A, et al. 2008. EDA2R is asso-
ciated with androgenetic alopecia. J Invest Dermatol.
128(9):2268–2270.
Qin P, Zhou Y, Lou H, Lu D, Yang X, Wang Y, Jin L, Chung YJ, Xu S. 2015.
Quantitating and dating recent gene flow between European and
East Asian populations. Sci Rep. 5: 9500
Rada-Iglesias A. 2018. Is H3K4me1 at enhancers correlative or causative?
Nat Genet. 50(1):4–5.
Rosenbloom KR, Sloan CA, Malladi VS, Dreszer TR, Learned K, Kirkup
VM, Wong MC, Maddren M, Fang R, Heitner SG, et al. 2012.
ENCODE Data in the UCSC Genome Browser: year 5 update.
Nucleic Acids Res. 41(D1):D56–D63.
Skapetas B, Bampidis V. 2016. Goat production in the world: present
situation and trends. Livest Res Rural Dev. 28(11):200.
Soraggi S, Wiuf C, Albrechtsen A. 2018. Powerful inference with the D-
statistic on low-coverage whole-genome data. G3 (Bethesda).
8:551–566.
Teves ME, Sundaresan G, Cohen DJ, Hyzy SL, Kajan I, Maczis M, Zhang Z,
Costanzo RM, Zweit J, Schwartz Z, et al. 2015. Spag17 deficiency
results in skeletal malformations and bone abnormalities. PLoS One
10(5):e0125936.
Wang J, Zhuang J, Iyer S, Lin X-Y, Greven MC, Kim B-H, Moore J, Pierce
BG, Dong X, Virgil D, et al. 2013. Factorbook.org: a Wiki-based
Cai et al. . doi:10.1093/molbev/msaa103 MBE
2108
D
ow
nloaded from
 https://academ
ic.oup.com
/m
be/article-abstract/37/7/2099/5824306 by Faculty of Life Sciences Library user on 07 July 2020
database for transcription factor-binding data generated by the
ENCODE consortium. Nucleic Acids Res. 41(D1):D171–D176.
Wang X, Cai B, Zhou J, Zhu H, Niu Y, Ma B, Yu H, Lei A, Yan H, Shen Q,
et al. 2016. Disruption of FGF5 in Cashmere goats using CRISPR/Cas9
results in more secondary hair follicles and longer fibers. PLoS One
11(10):e0164640.
Wang X, Liu J, Zhou G, Guo J, Yan H, Niu Y, Li Y, Yuan C, Geng R, Lan X,
et al. 2016. Whole-genome sequencing of eight goat populations for
the detection of selection signatures underlying production and
adaptive traits. Sci Rep. 6:38932.
Wang X, Tang J, Xing L, Shi G, Ruan H, Gu X, Liu Z, Wu X, Gao X, Xu Y.
2010. Interaction of MAGED1 with nuclear receptors affects circa-
dian clock function. EMBO J. 29(8):1389–1400.
Weedon MN, Lango H, Lindgren CM, Wallace C, Evans DM, Mangino M,
Freathy RM, Perry JRB, Stevens S, Hall AS, et al. 2008. Genome-wide
association analysis identifies 20 loci that influence adult height. Nat
Genet. 40(5):575–583.
Yuan J, Jian-Lin H, Roger B. 2008. Livestock in ancient China: an archae-
ozoological perspective. In: Past human migrations in East Africa:
matching archaeology, linguistics and genetics. New York:
Routledge. p. 84–104.
Zhang Y, Tomann P, Andl T, Gallant NM, Huelsken J, Jerchow B,
Birchmeier W, Paus R, Piccolo S, Mikkola ML, et al. 2009. Reciprocal
requirements for EDA/EDAR/NF-kappaB and Wnt/beta-catenin sig-
naling pathways in hair follicle induction. Dev Cell. 17(1):49–61.
Zhao F, Jin L. 2007. Fangzhi Kaogu (Textile archaeology). Beijing (China):
Cultural Relics Publishing House. (in Chinese)
Zheng Z, Xihong W, Li M, Li Y, Yang Z, Xiaolong W, Pan X, Gong M,
Zhang Y, Guo Y, et al. 2020. The origin of domestication genes in
goats. bioRxiv 2020.01.14.905505.
Evolutionary History and Origin of Cashmere-Producing Goats . doi:10.1093/molbev/msaa103 MBE
2109
D
ow
nloaded from
 https://academ
ic.oup.com
/m
be/article-abstract/37/7/2099/5824306 by Faculty of Life Sciences Library user on 07 July 2020
